WES analysis report. Output data. Total reads: number of generated reads; total yield (Gbp): Giga base pairs of produced sequence data; Q20: quality ratio satisfying Phred quality score greater than 20, which represents an error rate of 1 in 100, with a corresponding call accuracy of 99%; Q30: quality ratio satisfying Phred quality score greater than 30, which represents an error rate of 1 in 1000, with a corresponding call accuracy of 99.9%; read length: length of paired-end reads generated. Mapping report. Deduplicated read: discarded clean reads following PCR duplicate; mapping read: deduplicated reads followed by mapping onto the reference genome; unique read: reads with the same starting position on each end; on-target read: mapped de-duplicated reads (on-target region).
